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XIAP Start 



462 GAGACGGT GGACAAGT CCT AT AT TCAAGAGAAGl 
II I llliilllllllllll ill MMII1 j 

i gaaaaggtggacaagtcctattttcaagagaagI 



jACTTTGAACAGTTT 511 
111 II I I Mil Ml 

Iacttttaacagttt 50 



512 CGAAGGAT CTAAAACGTAT GTGTCTGCAGACATCAATXAGGATGAAGAAT 561 
IMIMIIMMM I Ml MMMIMIMMMIM MIMM 
51 TGAAGGATCTAAAACTTGTGTACCTGCAGACATCAATAAGGAAGAAGAAT 100 

562 TAGTAXAAGAGATTAATAGATCAAAAACGTTTGCTGGCTTTGCAGGTGGT 611 

I 1 1 [ : i I! 1 1 IIMMill IIMM MUM Ml M MM! 

101 TTGTAGAAGAGTTTAATAGATTAAAAACTTTTGCTAATTTTCCAAGTGGT 150 

612 GGGCCTGCCTGGGCATCGGCGC GT 635 

I Mil I Mill i I > 
151 AGTCCTGT TT CAGCATCAACACT GGCACGAGCAGGGTTTCTTTATACTGG 200 

636 TGGAGGAGACGCCCTGGGGGGCCTTAGCTGCCCTGAAGCGGTAGACAGGT 685 

II MUM M M M M MM II I M Ml 1 1 M I M I 

201 TGAAGGAGATACCGTGCGGTGCTTTAGTTGTCATGCAGCTGTAGATAGAT 250 

686 GGCAACGTGGGGGCTCAGGAGTT GACAAACACAAGAAAGCAGCGCCGAAT 735 

Mill Ml I IMM Mill I I I I M I M M I I M I M 
251 GGCAATATGGAGACTCAGCAGTTGGAAGACACAGGAAAGTAT CCCCAAAT 300 

736 TGCAGGTTTATCCGCAGCTTTTATTTTGAAGACAGTGCCACGAAACCTGC 785 
MM! MMM I II I i M II MIM I IMMIMI I II I 

301 T GCAGATTTATCAACGGCT TTTATCTTGAAAATAGT GCCACGCAGTCTAC 350 
786 AAATCCTGGTGTCCCAAATAGTCAATACCAAGTTGAAAACCATCTGGGAG 835 

MM Mill Ml Ml MM ill MMIMMII M I I M II 

351 AAATTCTGGTATCCAGAATGGTCAGTACAAAGTTGAAAACTATCTGGGAA 400 

836 AGGAAAAGCGTTGTGCTTTAGACAGGCCGTATGAGACTCGTGCAGACCGG 885 
I | I M lit II I! MMM! I MMM I IIMM! 

401 GCAGAGATCAT TTT GCC TTAGACAGGCCATC TGAGACACATGCAGAC TAT 450 

886 CTTTTGAGAGCTGGACAGGTGGTGGATAGATCAGACTCCATACACCCGAG 935 
IMMMM MM IMM II MM MIMM IMM MIMM 

451 CTTTTGAGAACTGGGCAGGTTGTAGATATATCAGACACCATATACCCGAG 500 
936 GAGCCCCGCCATGCATAGTGAAGAAGC TAGAT AACAGTC GT T TCACAAC T 985 

M ill MMM il IMMMMIIMM I MM Mill MM 
501 GAACCCTGCCATGTATTGTGAAGAAGCTAGATTAAAGTCCTTTCAGAACT 550 

986 GGCCAGCCTCTGCCCACTTGACCCCGAGAGAGCTGGCCAGTGCTGGGCTG 1035 

MMM II IM IM I Mill MMM I II I II II I M M 
551 GGCCAGACTATGCTCACCTAACCCCAAGAGAGTTAGCAAGTGCTGGACTC 600 

1036 TACTACACAGGCACTGATGACCAAGTGCAGTGCTTCTGTTGTGGCGGAAA 1085 
MMIMMII i M MIMIMM1MIMM MMMM IMM 
601 TACTACACAGGTATTGGTGACCAAGTGCAGTGCTTTTGTTGTGGTGGAAA 650 

1086 ACTGAAAAACTGGGAACCTGGTGATCGTGCCTGGTCAGAACACAGGAGAC 1135 
IMMMM M M II I M M II M M II M I M II II M II M I I M 
651 ACTGAAAAATTGGGAACCTTGTGATCGTGCCTGGTCAGAACACAGGCGAC 700 

1136 ATTTTCCTAATTGCTTCTTTATTTTGGGCCACAACGTTAATATTCGAGGT 1185 
I I M I I M M I II I I II M IMMMM II I II M M I I I I M 
701 ACTTTCCTAATTGCTTCTTTGTTTTGGGCCGGAATCTTAATATTCGAAGT 750 

1186 GAATCTGATGTTGCGAGTTCTGATAGGAATTTCTCAAATTCAACAAGTTC 1235 
MIMIMM M MMMMMMMMIM MIMM MIM I 
751 GAAT CT GATGC T GT GAGTT CTGAT AGGAATTT CC C AAATTC AACAAATCT 800 



1236 TCCAAGGAATCCATCCt 
MMM 11 1 M 1 II j 
801 TCCAAGAAAT CCATCC1 



1286 GGACATGGATGTACTCCGTCAACAAAGAGCAGCTTGCAAGAGCTGGATTT 1335 
I M I II I M i IMM M Mill I M M I M I I II M II I M I I M I 
851 GGACATGGATATAC T CAGTTAACAAGGAGCAGC TTGCAAGAG C TGGATTT 900 



1336 TATGCTATAGGTCAAGAGGATAAAGTACAGTGCTTTCACTGTGGAGGAGG 1385 

IIMM Mill IM MM! MM M II M II 1 1 II I M I M II I I 

901 TATGCTTTAGGTGAAGGTGATAAAGTAAAGTGCTTTCACTGTGGAGGAGG 950 
1386 GCTAGCCAACTGGAAGCCCAAGGAAGATCCTTGGGAACAGCATGCTAAAT 1435 

IMM I MIMMIM IMM MMIMMII MIMIMM 

951 GCTAACTGATTGGAAGCCCAGTGAAGACCCTTGGGAACAACATGCTAAAT 1000 

1436 GGTATCCAGGTTGCAAATATCTGCTAGAAGAGAAGGGACATGAATATATA 1485 

MIMMIM MMM MMM MIM IMM IMM IMMMM 
1001 GGTATCCAGGGTGCAAATATCTGTTAGAACAGAAGGGACAAGAATATATA 1050 

1486 AACAACATTCATTTAACCCGTTCACTTGAGGGAGCTCTGGTACAAACTAC 15 35 

MM! IMMMMM I Ml MMMM MIMM MIMI 
1051 AACAATATTCATTTAACTCATTCACTTGAGGAGTGTCTGGTAAGftACTAC 1100 

1536 CAAGAAAACACCATCACTAACTAAAAGAATCAGTGATACCATCTTCCCTA 1585 

IMMMMMMMMMM IIMM MIMMMMMI I 
1101 TGAGAAAACAC CAT CACT AACT AGAAGAAT T GAT GATACCATCTTCCAAA 1150 

1586 ATCCTATGCTACAAGAAGCTATACGAATGGGATTTGATTTCAAGGACGTT 1635 

MMMM I M I 11 M M MM I M M ! i I I I MIMMIM M 
1151 ATCCTATGGTACAAGAAGCTATACGAATGGGGTTCAGTTTCAAGGACATT 1200 

1636 AAGAAAATAAT GGAGGAAAGAAT TCAAACAT C TGGGAGCAACTATAAAAC 1685 
II II I I M M II M M M I iillM I MMMMMMMMIM I 

1201 AAGAAAATAATGGAGGAAAAAATTCAGATATCTGGGAGCAACTATAAATC 1250 

1686 GCTTGAGGTTCTTGTTGCAGATCTAGTGAGCGCTCAGAAAGACACTACAG 1735 

MMIMMII II M M I M I I I! 11 I M II I M I I I M I M 
1251 ACTTGAGGTTCTGGTTGCAGATCTAGTGAATGCTCAGAAAGACAGTATGC 1300 



1736 AAAATGAATT GAAT CAGACT T CAT T GCAGAGAGAAAT CAGCCC TGAAGAG 
II MM I 1 IMMMMM! MM IM il II MIMM 

1301 AAGATGAGTCAAG T CAGACT TCATTACAGAAAGAGAT TAG TAG T GAAGAG 



1786 CCGCTAAGGCGTCTGCAAGAGGAGAAGCTTTGTAAAATCTGCATGGACAG 

I IMMMM MMMMMMMMIMI MMMM Mill M 
1351 CAGCTAAGG C GC C TGCAAGAGGAGAAGCTT TGCAAAAT CTG TATGGATAG 1400 

1836 ATATATCGCTGTTGTTTTTATTCCTTGTGGACATCTGGTCACTTGTAAAC 1885 

! MM IM i IIMM lllilillllililil ! I M I M M M I 
1401 AAATATTGCTAT CGT TTTTGTTCCTTGTGGACATCTAGTCACTTGTAAAC 



1886 AATGTGCTGAAGCAGTTGACAGATGTCCCATGTGCAGCGCGGTTATTGAT 

MMMMMMMMMMI IMMMIMM I i M IM 
1451 AATGTGCTGAAGCAGTTGACAAGTGTCCCATGTGCTACACAGTCATTACT 



1936 TTCAAGCAAAGAGTTTTTATGTi 

II II I 11 I II I IMMMMM 
1501 TTCAAGCAAAAAATTTTTATGTC' 




GTAACTCTACAGTGGGTGTGCT 1985 
I MMMM II! 11 II 
AACTC T AT AGTAG GCATGT T 



1785 
1350 
1835 



1935 



1500 



1550 



1986 A . . . TGTTCTTATTACCCTGATTAAATGTGTGATGTGA 2020 

1 ! I II I II li M M I I! I M It l\ll i i M M i I 
1551 ATGTTGTTCTTATTACCCTGATTGAATGTGTGATGTGA 1588 



TIAP/XIAP 
Stop 



|acgggttatgaagcccggctcattacttttg 1285 
I 1 I MMMM! Ml 11 MIM MM 
IgCAGATTATGAAGCACGGATCTTTACTTTTG 850 



HAP Start 



FIG. 4B 



1 MTGYE A R L I T FGTWM Y S VNKEQ LARA G F YAI GQE DKVC C FH C GGGLANWK 50 



273 



I . : I I 

MADYEAtRl 



I I II I : I I I I I I I I I I I 



I : I :: I I I 



IFTFGTWIY S VNKEQLARA G FYALGEG DKVK C FH C GGGLTDWK 322 



I I 



51 PKEDPWEQHAKWYPGCKYLLEEKGHEYINNIHLTRSLEGALVQTTKKTPS 100 
I . I I M I I I I I I I I I I I I I I I : I I : I I I I I I I I I : I I I :. I I . I I . I I I I 
323 PSEDPWEqHjAKWYPGjcjKYLLEQKGQEYINNIHLTHSLEECLVRTTEKTPS 372 

• » • • • 

101 LTKRISDTIFPNPMLQEAIRMGFDFKDVKKIMEERIQTSGSNYKTLEVLV 150 

I I : I I . I I I I . I I I : I I I I I I I I . I I I : I I I I I I : I I . I I I I I I . I I I I I 
373 LTRRIDDTIFQNPMVQEAIRMGFSFKDIKKIMEEKIQISGSNYKSLEVLV 422 

• • * — * • 

151 ADLVS AQKDTTENELNQT S LQRE I S PEE PLRRLQE EK]Jc]k iBmDR Y I AW 200 



I I . I I I I . : : I . I I I I I : I I I . I I . I I I I I I I I I 



423 ADLVNAQKDSMQDESSQTSLQKEISTEEQLRRLQEEKICKICMDRNIAIV 472 



I I 



I I 



: I 



201 F I P C G H LVT C KQ C AEAVDR C PM C S AVI DFKQRVFMS 236 

I : II II I I I I I I I I I I I I : I I I I . I I • I I I : : II I 

473 FVP C G H LVT C KQ C AEAVDK C PM C YT VI TFKQKI FMS 508 



FIG. 5 



5'UTR (1Mb) 



ATG TAA 

Coding region (1.5kb) 



□ □ □ 



3' UTR (6.5kb) 



AAAAAAA 



XIAP cDNA 



5'UTR (>1.0kb) 



ATG TAA 




26 bp deletion 



Coding region (710 bp) 



AAAAAAA 

I Testes IAP cDNA 

3' UTR (66bp) 



E Part of 5' UTR of Testes IAP homologous to a BIR domain 
E3 BIR domains 
■ Ring Zinc Finger 



FIG. 6 



5' uir of tisp crm 

• • • • • 

1 CAACTACACACGTGTGTGTGCGCGTGTGTATAAAACACAGTGCACTAATA 50 

• • • • • 

51 CTCAGCCTTTAAAAAAAATGCCACTTGCAACAACGTAGATGGAGCTGGAC 100 

• • • • • 

101 GATATCATGCTAAAATTATGCAAAGTGAAACAAGCACAAAAAAGAACGAG 150 

• • • • • 

151 ACACGGGCGTGGGGCACGAGGTGCTCACTGXGCAAGCGCCCACTCCACCG 200 

• • • • • 

201 CGTGGTTTCCAGCTGGAGGCTGGGAGCGTTXGTGGCTTCCTCTTTTCTTG 250 



251 CTGACCCTTCGGAGPTCTGGGAAGTGGCTGCACCTTGGCG GCTCCCCAGA 
301 



GCGCGCGGTGCTAATCGTGGGTCGTCAGCCTGGGTGGCTGGGCCCGGCTT 



351 



AGGGCAGGGTTTGGCATTTCCAATGGTAGGGGGCTCGGACCGTCCCTCCG 



« • « « i 

401 * " ~~~ ~ """" 



CGGGACCCTCCCGTTGGGACAAGGCCGATCGCCTGGGCGGTTGGAGCCGC 



451 



300 
350 
400 
450 



s . • • • — • 

TATCCTGGCGCGAGACGGyrGGACAAGTCCTATATTCAAGAGAAGp^TJ^CT 500 



/ \ . 

5 1 UTR probe Equivalent position of 

XIAP start codon 



